ABSTRACT Salmonella enterica serovar Enteritidis is a Gram-negative bacterium and one of the most common foodborne pathogens. Biocontrol using bacteriophage in food products or animals is one possible means by which pathogenic salmonellosis infection could be inhibited. Here, we report the complete genome sequence of the T4-like Salmonella Enteritidis myophage Mooltan.
large terminase subunit and a GIY-YIG homing endonuclease. The terminase is predicted to utilize headful packaging by homology of the terminase large subunit (TerL) with other characterized headful terminases. The tail tape measure protein was not identified.
Many characteristic T4 genes were identified in the Mooltan genome, and this genome was found to be syntenic (have the same gene order) with phage T4, with rIIA as the first gene of the genome. Additionally, Mooltan carries a P22 gp17-like superinfection exclusion protein. In P22, gp17 is necessary to counteract the Fels-2 prophage superinfection exclusion system (17) .
Data availability. The genome sequence of phage Mooltan was submitted to GenBank under accession number MH688040. The associated BioProject, SRA, and BioSample accession numbers are PRJNA222858, SRR8556780, and SAMN10904482, respectively.
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